We encourage authors to provide detailed information within their submission to facilitate the interpretation and replication of experiments. Authors can upload supporting documentation to indicate the use of appropriate reporting guidelines for health-related
Sample-size estimation
 You should state whether an appropriate sample size was computed when the study was being designed  You should state the statistical method of sample size computation and any required assumptions  If no explicit power analysis was used, you should describe how you decided what sample (replicate) size (number) to use Please outline where this information can be found within the submission (e.g., sections or figure legends), or explain why this information doesn't apply to your submission:
Replicates  You should report how often each experiment was performed  You should include a definition of biological versus technical replication  The data obtained should be provided and sufficient information should be provided to indicate the number of independent biological and/or technical replicates  If you encountered any outliers, you should describe how these were handled  Criteria for exclusion/inclusion of data should be clearly stated  High-throughput sequence data should be uploaded before submission, with a private link for reviewers provided (these are available from both GEO and ArrayExpress)
Please outline where this information can be found within the submission (e.g., sections or figure legends), or explain why this information doesn't apply to your submission:
Sample sizes are clearly stated in the figure captions and in the Supplemental Statistical Analysis file, which provides details on all statistical tests performed in the manuscript. For all graphical representations of data in the manuscript, we have plotted all underlying individual data values so that that readers can more accurately assess the work. Additionally, we have provided information about how sample sizes were determined in the Statistical Analysis section of the Materials and Methods. confidence intervals. These should be reported for all key questions and not only when the p-value is less than 0.05.
(For large datasets, or papers with a very large number of statistical tests, you may upload a single table file with tests, Ns, etc., with reference to sections in the manuscript.)
Group allocation
 Indicate how samples were allocated into experimental groups (in the case of clinical studies, please specify allocation to treatment method); if randomization was used, please also state if restricted randomization was applied  Indicate if masking was used during group allocation, data collection and/or data analysis Please outline where this information can be found within the submission (e.g., sections or figure legends), or explain why this information doesn't apply to your submission:
We have stated how data was replicated for each experiment in the associated methods section for each technique or in the figure caption. For example, we state that all behavioral tests were performed with at least two cohorts to minimize batch effects. For electrophysiology, individual neurons were recorded from slices prepared from at least three mice per genotype on different experimental days. For histological analysis, data was averaged per mouse unless otherwise noted. No outliers were removed during analysis, as stated in the Statistical Analysis section of the Methods. As outlined in the Materials and Methods, mice were only excluded from analysis if there were health concerns from the veterinary staff; photometry data was only excluded if the optical fiber was outside the target region (only one mouse) or if there was no dynamic signal two weeks after surgery; electrophysiological data was only discarded if neurons did not meet pre-determined criteria for cell health and recording quality.
As stated above, all relevant information regarding statistical tests is detailed in both the figure caption and in the Supplementary Statistical Analysis file. Exact p-values or 95% confidence intervals were stated throughout.
Mice were allocated to groups by an un-blinded independent lab member so that all investigators would remain blind to genotype throughout testing and analysis. Because littermate controls were used throughout, mice were allocated to experimental groups based on age and litter, as stated in the Experimental Animals section of the Materials and Methods.
